Settings of grid box dimensions and centers in flexible docking
All docking calculations were accomplished with AutoDock Vina 1.0. A docking algorithm that took account of ligand flexibility but kept the protein rigid was employed. Docking runs were carried out using the standard parameters of the program for interactive growing and subsequent scoring, except for the parameters for setting grid box dimensions and center. The values for setting grid box dimensions and centers in docking studies are as follows. 
Analytic methods for different kinds of chiral alcohol products
The reaction products were analyzed by chiral HPLC (HP 1100, Agilent, USA) equipped with Chiralcel OB-H column or co-injection with commercial available materials.
